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HMVETINKLIRVQRQLLQDLGREPTPEEIAEDMD--LTPEKVREILKIAQEPVSLETPIGE--EDDSHLGDFIEDQEATSPSDHAAYELLKEQLE
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------------ARRAKDILVESNYRLVVSIAKRYIGRGILFLDLIQEGNMGLMRAVDKFDYQKGFKFSTYATWWIRQAITRAIADQARTIRIPV
---------------SKRRLAEANLRLVVSIAKRYVGRGMLFLDLIQEGNMGLMKAVEKFDYRKGYKFSTYATWWIRQAITRAIADQARTIRIPV
KDVRMLQRWMDKSQEAKKEMVESNLRLVISIAKKYTNRGLSFLDLIQEGNMGLMKAVEKFEYRRGYKFSTYATWWIRQAVTRAIADQARTIRIPV
DINRRMSIGEAKARRAKKEMVEANLRLVISIAKKYTNRGLQFLDLIQEGNIGLMKAVDKFEYRRGYKFSTYATWWIRQAITRSIADQARTIRIPV
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RHNVTEDFGEVVFKAYDSFLQLEQQINDLKARAERNKF------------------------------AAAKLAAARRKLHKREVAAGRTLEEFK
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ENTDDNKD-------EDNTQDSEEDIQDFDISEEDLISDEKLIELEEDEDEKISKIHSDIKMDDSVRMYLKEIGQIPLLSLAEEQKKSIL-----
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EGLAKRSE---------GTPDDPVRMYLKEMGTVPLLTREEEVEISKRIEKAQVQIERIILRFRYSTKEAVSIAQYLINGKERFDKIVS------
DAAEAAAQVLSSVESEIGRTTDPVRMYMREMGTVELLTREGEIDIAKRIEDGINQVQCSVAEYPEAITYLLEQYDRVEAEEARLSDLITGFVDPN
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HENFLKKMKAKLSETEFKIIHLS-----FGVPLGNINED--------YQTSYSNEEIAQKLHLSLKQVENIKNIAIKKLKKQKNVNLSRP
PITLLDQIADNSEEKWFDKIA-------LKEAISDLEEREKLIVYLRYYKDQTQSEVAERLGISQVQVSRLEKKILKQIKVQMDHTDG--
GLALEERIADERAETGYDVIRKKEAISILTEALLALDEKERQVMALYYYDDLVLKEIGKILGVSESRVSQIHSKALLKLRGTLSSLL---
GDSIELVTDDHQRENPLQQLLDSNLRQRVMEAIETLPEREKLVLTLYYQEELNLKEIGAVLEVGESRVSQLHSQAIKRLRTKLGKL----
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YANPTIKSEIKELIRKSH---------------SPSIPQKNHKKDNLSFQEDFCEPYQINKLNPHQLWLK-----------------QVK
YAVPMIIGEIQRFIRDDGTVKVSRSLKELGNKIRRAKDELSKTLGRVPTVQEIADHLEIEAEDVVLAQEAVRAPSSIHETVYE---NDGD
YALFIIKAAIIDGLRKQD--WVPRSVYQRANRLADAMDSLRQTLGKEPTDGELCEYLNISQQELSHWFSSSRPALVLSLHDDFSCQDDDE
YAVQRIRGAMLDELRSRD--WVPRSVRRNAREVAQAIGQLEQELGRNATETEVAERLGIDIADYRQMLLDTNNSQLFSYDEWR----EEH
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MDVEVKKNGKNAQLKDHEVKELIKQSQNGDQQARDLLIEKNMRLVWSVVQRFLN---RGYEPDDLFQIGCIGLLKSVDKFDLTYDVRFST
------------MKTHDLADTWQLYWSTKEIHHRDVLIESYLPLVKNVAHRLASGMPSHVKMEDLYALGVEGLIRAVERFDPEKSKRFES
---------------------MNSLYTAEGVMDKHSLWQRYVPLVRHEALRLQVRLPASVELDDLLQAGGIGLLNAVERYDALQGTAFTT
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